Background: Anther culture has advantage to obtain a homozygous progeny by induced doubling of haploid chromosomes and to improve selection efficiency for invaluable agronomical traits. Therefore, anther culturing is widely utilized to breed new varieties and to induce genetic variations in several crops including rice. Genome sequencing technologies allow the detection of a massive number of DNA polymorphism such as SNPs and Indels between closely related cultivars. These DNA polymorphisms permit the rapid identification of genetic diversity among cultivars and genomic locations of heritable traits. To estimate sequence diversity derived from anther culturing, we performed whole-genome resequencing of five Korean rice accessions, including three anther culture lines (BLB, HY-04 and HY-08), their progenitor cultivar (Hwayeong), and an additional japonica cultivar (Dongjin).
Background
Advances in genome sequencing technologies have aided in the discovery of millions of genome-wide DNA polymorphisms, single nucleotide polymorphisms (SNPs) and insertion-deletions (InDels). These are invaluable resources in analyzing genetic diversity in a population and in establishing the linkage relationship between genomes and heritable traits (Chen et al. 2011; Osman et al. 2003) . Reference genome sequences for several crop species are now available, which permits both rapid identification of candidate genes through bioinformatic analysis and SNP discovery through comparison of the reference sequence with ones of various cultivars (Edwards and Batley 2010; Kim et al. 2010) .
SNPs are the most common polymorphisms in the genomes of most organisms and are important molecular markers in genetic research for marker-assisted breeding (Ganal et al. 2009; Jena and Mackill 2008; McCouch et al. 2010; Silva et al. 2012) . Since the rice genome was recently sequenced with high accuracy using a japonica rice cultivar, Nipponbare (IRGSP 2005) , discovering massive numbers of SNPs by comparison with the Nipponbare reference sequence has become an effective tool. Recently, whole genome resequencing of rice cultivars using Nipponbare as a reference have been performed using high-throughput sequencers. The whole genome resequencing of the japonica rice cultivar Koshihikari, which is closely related to Nipponbare, has been completed (Yamamoto et al. 2010) . In total 67,051 SNPs have been identified by a comparison between these two genomes. Historical representative rice cultivars were also analyzed to understand the dynamics of genome compositions using typing arrays based on SNPs. In a landrace cultivar of japonica rice 168,228 DNA polymorphisms were discovered by whole genome resequencing, and InDels were also validated by actual use as DNA markers (AraiKichise et al. 2011) . For identifying agronomically importance genes, the resequencing 50 accessions of cultivated and wild rice revealed 6.5 million high-quality SNPs and identified thousands of genes with significantly lower diversity based on obtained SNPs. These candidate genes were considered to be selected during domestication .
Anther culturing has the advantages of producing homozygous progeny by induced doubling of haploid chromosomes and the improved selection efficiency for important agronomical plant traits (Janhe et al. 1991) . Anther culturing, therefore, has been used as an efficient method to improve agronomically important crops such as rice and barely by producing useful cultivars (Barchi et al. 2010; Kasha and Kao 1970; Kozik et al. 2002; Zagorska et al. 2004) . It has been reported that a number of variants have been detected in anther culture lines in several crops including rice (Bairu et al. 2011; Doğramaci-Altuntepe et al. 2001; Evans 1989; Reed and Wernsman 1988; Roy and Mandal 2005; Yan et al. 1996) . However, the origins and extents of mutations are not well understood.
In this study, we performed whole genome sequencing to understand the extent of the sequence variation between an anther culture progenitor, Hwayeong, and its progeny lines (BLB, HY-04, and HY-08), which exhibited new agronomically important traits. Also, Dongjin, which is an elite cultivar in Korea, was resequenced to estimate the difference in genomic sequences between a cultivar developed from anther culturing and a cultivar developed by a conventional breeding method. Further genetic research will link sequence diversity with genic factors involved in anther culturing techniques. Also, this study confirms the idea that anther cultures provide valuable resources for developing genetic diversity and for breeding in rice.
Results

Sequencing and mapping of the reads to the Nipponbare genome
We performed whole genome resequencing of five Korean rice accessions including three anther culture lines (BLB, HY-04 and HY-08), their progenitor cultivar (Hwayeong), and an additional Korean japonica rice cultivar (Dongjin). The sequencing results yielded 118,243 × 10 6 bps (corresponding to 1,165 × 10 6 reads) and, on average, 61× coverage of the Nipponbare reference genome. The raw reads, which were high quality with Phred Quality Value +33 (> Q20), were used to analyze genetic variations in these five accessions (average 89.9% of total reads).
We mapped a large number of short reads from each of the five Korean rice accessions on to genomic sequences of japonica rice cultivar, Nipponbare. The mapping ratio which is a portion of reads that uniquely mapped onto Nipponbare genome in different accessions varied from 87% (207 × 10 6 out of 237 × 10 6 reads) in HY-04 to 89% (197 × 10 6 out of 220 × 10 6 reads) in Dongjin ( Table 1 ). The final effective mapping depth averaged > 54× across the whole genome, with a sequencing depth ranging from 53× in Dongjin to 55× in HY-08. The uniquely mapped reads covered approximately 94% of the Nipponbare genome in all five accessions (Table 1) . Among chromosomes, chromosome 11 had the lowest ratios, > 12% and > 10% lower, respectively, than the average ratio, in both the genome coverage and mapping depth. All three lines (HY-04, HY-08 and BLB) that were regenerated from anther cultures had the highest ratios of coverage, > 99%, on chromosome 5 and depths from 62× to 68×, which was approximately 10% higher than average, on chromosome 10. In Dongjin and Hwayeong, the highest ratio of coverage was similar to the three anther culture lines on chromosome 5, but chromosome 9 had the highest ratio of depth. However, there was little difference among the five accessions.
Detection of DNA polymorphisms
The total number of DNA polymorphisms was 1,154,063 including 1, 024, 202 SNPs, 53, 180 insertions and 76, 681 deletions between the five accessions and the Nipponbare genome ( Figure 1b ). On average, 230,813 SNPs per accession were detected, which means that 0.6 SNP was found per one kb of Nipponbare genome (382 Mb). We observed that all accessions had similar results among the DNA polymorphisms with 88.7% being substitutions, 4.5% being insertions, and 6.6% being deletions (Figure 1b) .
Averages of 245,776 DNA polymorphisms were detected within Hwayeong, BLB, HY-04 and HY-08. All these lines, including Hwayeong, were developed via anther cultures. There were larger DNA polymorphisms in Dongjin, which was bred by a conventional breeding method. HY-04 and HY-08, which have a high yielding ability trait, had slightly higher ratios (> 1.5%) of SNPs than BLB. They showed higher frequencies of substitutions but lower frequencies of InDels than Hwayeong and BLB. The total number of SNPs varied across on each chromosome. Over 50% of Dongjin's SNPs were located on chromosome 11 and 12 while over 50% of Hwayeong and its anther culture derived lines SNPS were located on chromosome 8 and 11 (Table 2 ). There were indications of a sequence difference between Hwayeong and its anther culture derived progenies. Hwayeong had its lowest ratio of SNPs (2% of the total) on chromosome 6, but for the three progeny lines the lowest ratio of SNPs was on chromosome 5 (1 to 2%). Potential SNPs were classified into two types, homozygous and heterozygous SNPs, based on the mismatch frequency with Nipponbare when there were more than two bases in the identity position. Approximately 87% of the SNPs from all five of the accessions were homozygous and 13% were heterozygous ( Figure 1a ).
Annotation of SNPs and InDels
The Rice Annotation Project Database (RAP-DB) was used to locate the 1,154,063 DNA polymorphisms detected between all five accessions and the Nipponbare genome. Accordingly, the total 214,799 SNPs (including InDels, 18.6% of the total) out of 1,154,063 SNPs were found in a gene region, but only 57,146 SNPs (4.95% of the total) occurred in a coding region (Figure 2) . Altogether, 29,269 non-synonymous SNPs (2.54% of the total) detected in all five accessions were located in 30,013 genes (Table 3) . Among the 42,088 genes annotated with RAP-DB, HY-04 contained the highest number of SNP containing genes. HY-04 carried SNPs in 7,507 genes (17.8% of the total genes) and HY-08 had SNPs in 6,558 genes (15.6% of the total genes) ( Table 3 ). The annotation of SNPs in each of the five accessions revealed that the number of SNPs per gene ranged from 6.61 in Dongjin to 7.42 in HY-04, with a mean of 7.16. Similarly, the number of non-synonymous SNPs per gene ranged from 0.92 in Dongjin to 1.02 in HY-04 (Table 3) . On average, the ratio of non-synonymous to synonymous SNPs was 1.16 in the five accessions (Table 3) , which is similar to that found in a previous study (McNally et al. 2009 ). The ratio is higher than that a: the number of reads which were generated by high-throughput sequencer. b: base pair of nucleotide which mapped over 3 reads on one site. The ratio of SNP types. Substitutions, insertions and deletions were 88.7%, 4.5%, and 6.6%, respectively, among DNA polymorphisms.
of Arabidopsis (0.83) (Clark et al. 2007 ) but lower than that of soybean (1.61) (Lam et al. 2010 ).
Comparison analysis between detected SNPs and dbSNP
We also analyzed whether the detected SNPs were novel SNPs or SNPs reported on the NCBI's dbSNP. The highest percentage of novel SNPs was shown in Dongjin with only 29.48% common SNPs and 70.52% novel SNPs. The ratio of novel SNPs in HY-04 and HY-08 were nearly 4% lower than Hwayeong and BLB. In HY-04 and HY-08, chromosome 9 had the least difference between common SNPs and novel SNPs at 3.83% and 2.72%, respectively. In Hwayeong and BLB, chromosome 8 showed the least difference between common SNPs and novel SNPs ( Figure 3 ). In contrast, the largest differences between the two SNP types were found on chromosome 5 of HY-04 and HY-08, which were 68.96% and 68.64%, respectively, and chromosome 3 of Hwayeong and BLB, which were 61.2% and 71.2%, respectively ( Figure 3 ).
Line-specific SNP analysis lsSNPs unique to Hwayeong and each of its progeny lines (BLB, HY-04 and HY-08) were identified. These candidate SNPs have the possibility of being associated with a unique phenotype or agronomical trait in each cultivar or line. The lsSNPs were classified as those not previously reported in the dbSNP. Unique SNPs were detected in each of these lines. It was estimated that the portion of lsSNPs is 1 to 3% of the total SNPs (Table 4 , Figure 4 ). The distribution of non-synonymous SNPs out of lsSNPs varied from each line. In Hwayeong, SNPs were distributed only on chromosomes 5, 7, 8, and 11 and similarly, in BLB they were detected on chromosomes 2, 5, 8, and 12. In both lines, the majority of nonsynonymous SNPs were distributed on chromosome 8. In HY-04 and HY-08, however, there was a more even distribution among the chromosomes. They also had larger numbers of lsSNPs on chromosome 1 than Hwayeong and BLB. The HY-04 line had the highest number of the lsSNPs with 9,602 (3.4% of the total SNPs). The BLB, on the other hand, contained only 2,160 lsSNPs (1.0% of the total SNPs), which was the lowest among the four lines. Most SNPs were located in the intergenic regions, 2,300 SNPs (88.5% of lsSNPs) in Hwayeong to 7,972 SNPs (83.0% of lsSNPs) in HY-04 (Table 4 ). The number of lsSNPs detected in the coding region varied from 48 SNPs (1.9%) in Hwayeong to 346 SNPs (3.6%) in HY-04. The frequency of non-synonymous SNPs in the coding regions also was different among the accessions. Hwayeong contained 26 SNPs (1.0% of lsSNPs) while HY-04 had 214 SNPs (2.2% of lsSNPs) (Table 4) . Also SNPs common to all four accessions were identified. A total of 34,710 SNPs were common to all four accessions. Of those, 8,099 SNPs were unique to only these four lines and were classified as not reported in the dbSNP (Figure 4 ).
Functional study
We analyzed the five genes that had the highest number of SNPs within a genic region in each of the five accessions. The genes Os08g0205150 and Os08g0236400 were included in the upper five SNP containing genes of Hwayeong and its progeny lines. Both genes have functions related to and including ATP binding, protein serine/threonine kinase activity, and protein amino acid phosphorylation. We also analyzed the SNP frequency in the top five genes in the three accessions developed from anther cultures. HY-04 harbored a total of 122 SNPs in one gene, Os02g016400, in which no SNP was found in Hwayeong. Only 50 coding SNPs (cSNPs) were located in the coding regions. Among these 50 cSNPs, six SNPs were detected as non-synonymous SNP (nsSNPs) and 44 SNPs were synonymous SNP. The lines BLB and HY-08 carried fewer SNPs, 13 and 14, respectively, in this gene. The difference in the number of SNPs between HY-04 and BLB or HY-08 is correlated with the difference in the number of SNPs in the coding region. Only four and five cSNPs are present in BLB and in HY-08, respectively. For the Os07g0645700 gene, 54 cSNPs were detected on the CDS in HY-08 and there were 22 nsSNPs. BLB contained 40 cSNPs in the coding region but the number of nsSNPs was only three. Also HY-04 had five nsSNPs in this gene.
To estimate the functional relationship of SNPs with genes in which SNPs reside, these genes were functionally classified based on GO. When we examined gene groups that carried one or more nsSNP, we discovered that all the accessions had plenty of SNPs in genes closely related to nucleotide binding (GO:0000166) and ATP binding (GO:0005524) ( Figure 5 ). HY-04 and HY-08 especially showed that genes associated with purine nucleotide binding (GO:0017076) harbored many SNPs but this was not seen in the other accessions ( Figure 5 ). In Hwayeong, 11 genes associated with the function of O-methyltransferase activity (GO: 0008171) had one or more SNP in the coding region, but the other four accessions did not have a SNP. HY-04 and HY-08 especially showed that genes associated with purine nucleotide binding (GO:0017076) and cellular protein metabolism (GO:0044267) possessed many SNPs in the coding region but Hwayeong and BLB did not appear to have these SNPs ( Figure 5 ).
Discussion
Anther culture systems have made a significant impact on plant breeding and genetics (Evans 1989; Sugimoto et al. 2000) . Anther culture-derived plants are believed to undergo a spontaneous doubling of the haploid chromosomes of microsporocytes or callus cells. Therefore, anther culturing has been utilized to achieve rapid homozygosity and to enhance selection efficiency for important agronomical traits in plants. Also, like other Figure 3 Comparisons between novel SNPs and dbSNP. By comparing with NCBI's dbSNP, SNPs were classified into novel and common. Novel SNPs were more abundant than common ones. In the graph, the x-coordinate and y-coordinate represent each chromosome and the number of SNPs, respectively. (a) -(e) are the same as described in Figure 2 .
tissue culture systems, it has been reported that a number of variants were generated among anther culturederived plants, including rice (Bairu et al. 2011; Evans 1989; Roy and Mandal 2005; Yan et al. 1996) . The progenies that were developed from anther culturing showed different types of variations from their mother plant, such as culm length, panicle length, and grain weight (Sohn et al. 1995; Yi et al. 1999) . Therefore, genetic and breeding research with anther culture derived lines has been performed to obtain variation in important agronomic traits, and these lines are valuable genetic resources (Evans 1989; Schaeffer and Sharpe 1981) . Even though the significance of anther culturing has been emphasized in terms of genetic variation, there is little information on the origin and extent of mutations derived during anther culturing. Most information has been obtained from the study of epigenetic and genetic activities of endogenous transposable elements (Barret et al. 2006; Kikuchi et al. 2003) . In vitro, Kikuchi et al. (2003) showed that miniature Ping (mPing) elements, which is a new class of miniature invertedrepeat transposable elements, are activated in cells derived from anther cultures where mPing elements are deleted Figure 4 Line-specific SNPs and common SNPs. SNPs were classified as specific to Hwayeong and each of its progeny lines and SNPs common to them all. Line-specific SNPs and common SNPs were further classified into two groups. One group consisted of novel SNPs, which were not reported in the dbSNP (no dbSNP), and the others were listed in the dbSNP. In the graph, the x-coordinate and y-coordinate represent each chromosome and the number of SNPs, respectively. Figure 5 Functional analysis of genes carrying non-synonymous SNPs. Genes that contained one or more non-synonymous SNPs were separated into functional categories to obtain relationships between the gene's function and potential SNPs by Gene Ontology.
from original sites and reinserted into new loci. Barret et al. (2006) demonstrated that ZmTPAPong-like in maize displayed homology with the transposase of Pong, and it could form part of a Zea mays element related to the rice Pong element. They also revealed somaclonal variations among plants regenerated from a doubled haploid line.
Recently, it has been demonstrated that somaclonal variations result from newly induced mutations during the tissue culture process and not pre-exist in the plants before being cultured (Sato et al. 2011) .
To estimate DNA polymorphisms between a mother plant and its descendants developed from anther culturing, we selected Hwayeong and three lines (BLB, HY-04, and HY-08) derived from Hwayeong via anther culturing. HY-08 and HY-04 have a high yielding ability and BLB has resistance to bacterial blight. These lines were subjected to whole-genome sequencing using a highthroughput sequencer. We also performed sequencing on Dongjin, which is an elite cultivar in Korea. All of the lines are in a japonica genetic background.
In the present study, the whole genome of five accessions was mapped to Nipponbare as a reference genome to discover genome-wide DNA polymorphisms. The uniquely mapped reads from these accessions covered > 95% of the reference genome, providing an average coverage of 54.6× across the genome (Table 1) . Among the chromosomes, chromosome 5 had a high mapping ratio, > 99%, while chromosome 11 had the lowest ratio. A notable enrichment of significant structural variation which includes copy number variation (CNV) caused by large insertion, deletion or duplication have been identified within known R gene clusters in several crop species, such as soybean and rice (McHale et al. 2012; Yu et al. 2011) . Therefore, it may be inferred that diverse structural variation was occurred on chromosome 11 of which dense genes or gene family were associated with disease resistance and immunity (The Rice Chromosomes 11 and 12 Sequencing Consortia 2005). The relationship between sequencing depth and efficacy in the comprehensive detection of SNPs is a key concern from the perspective of cost-effectiveness. Smith et al. (2008) reported that redundancy resulting from increasing the sequencing depth from 10× to 15× permits accurate and cost-effective detection of DNA polymorphisms using a Solexa analyzer. As mentioned above, we achieved the final effective mapping depth of > 54.6× coverage. Based on result of mapping reads, we detected the total of 1,154,063 DNA polymorphisms including 1,024,202 SNPs, 53,180 insertions and 76,681 deletions between the five accessions and the reference genome, with an average density of a SNP per 1.6 kb on Nipponbare. Dongjin bred by a conventional breeding method had a lower number of SNPs (0.64 SNP/kb) than Hwayeong and its progenies obtained from an anther cultivar (average density of 0.45 SNP/kb). SNPs were concentrated (> 50%) on chromosome 11 and 12 of Dongjin and on chromosome 8 and 11 of the anther culture lines and Hwayeong. Among Hwayeong and its progenies, HY-04 and HY-08 had more detected SNPs than Hwayeong and BLB. Particularly the ratio of SNPs on chromosome 1 was 5 times higher in HY-04 and HY-08 than Hwayeong. HY-04 and HY-08 exhibit high yield among them, which is a distinguishable agricultural trait from Hwayeong. Based on the study of Miura et al. (2011) and Vikram et al. (2011) , QTLs for grain yield was identified on rice chromosome 1. We believe that this information is useful to find genes associated with important trait of both of them in further study. We classified the detected SNPs into two types, homozygous SNPs and heterozygous SNPs. Since Hwayeong and its progenies were lines driven by anther culturing and Dongjin was bred by selfing over a several generations, the detected SNPs were expected to be predominantly homozygous SNPs; however, 13% of the SNPs were heterozygous ( Figure 1a ). Accoding to the study of Pinson and Rutge (1993) , they stated, it could be found in some mechanisms such as somatic tissues, mutation occurring during or after a spontaneous doubling event, fusion of genotypically different cells in chimeric callus, and abnormal meioses resulting in heterozygous diploid microspores. Although heterozygosity of SNPs in these accessions is difficult to explain, further studies will solve the cause of the heterozygosity in the near future.
If SNPs exert functional effects on phenotypic traits, they are most likely located in intra-genic regions. We therefore classified SNPs based on their genomic locations. Of the potential SNPs, 80% were located in intergenic regions and approximately 5% in coding regions. Hwayeong carried 10,244 SNPs (4.59% of the total) in coding regions. Of these, the number of nsSNP was 5,222 (2.34%). HY-04 contained 14,829 cSNPs (5.23%) of which 7,638 were nsSNPs (2.69%) (Figure 2) .
HY-04 and HY-08 carried similar numbers of whole genome but the smallest number of cSNPs among the accessions. Among the 42,088 genes annotated with RAP-DB, 5,471 genes (13%) in Hwayeong contained one or more SNPs and the total number of SNPs was 39,029, which corresponds to 7.13 SNPs per gene (Table 3 ). Anther culture progenies of Hwayeong revealed slightly higher frequencies of SNPs than Hwayeong in genic regions.
The five genes that had the highest number of cSNPs in a genic region were investigated. As a result, variations were detected in genes related to immunity, such as apoptosis and signal transduction. All accessions included the genes Os08g0205150 and Os08g0236400, which perform the functions of ATP binding, protein serine/threonine kinase activity and protein amino acid phosphorylation. However, the SNP frequency in each of the top five genes varied among accessions. HY-04 revealed 122 cSNPs in the Os02g0164000 gene, while HY-08 and BLB had four cSNPs and three cSNPs, respectively. However, Hwayeong carried no SNPs in the same gene. The detection of DNA polymorphisms in this gene not only verified that HY-04 and HY-08 are anther culture-derivatives of Hwayeong but also revealed genetic differences between the progenies. The frequencies of cSNPs and nsSNPs, 54 and 21 on average, respectively, in the Os07g06457001 gene were similar in HY-08 and Hwayeong. BLB, however, contained 40 cSNPs in the coding region of the Os07g0645700 gene but the number of nsSNP in BLB was seven times lower than the other two accessions (3 nsSNPs). Yamamoto et al. (2010) clarified the definition of the pedigree haplotypes of closely related rice cultivars to analyze conserved SNP regions between cultivars by means of genome-wide SNPs. In contrast to Yamamoto et al. (2010) , we used lsSNPs to select candidate SNPs that could be associated with the phenotype of each cultivar. Based on the distribution of lsSNPs, we found certain regions and genes that were different between the mother line and its descendants and subsequently may influence the phenotype. HY-04 carried 9,602 lsSNPs, which was 3.4% of the total SNPs (Table 4 ). The distribution pattern of lsSNPs in the genome also was similar to that of SNPs in the whole genome. Greater than 83% of the lsSNPs were located in intergenic regions. HY-04 had the largest number of nsSNPs, 214, and Hwayeong had the smallest number of nsSNPs (Table 4, Figure 4 ). The lsSNPs identified in this study will provide valuable information used to isolate genes responsible for unique agronomical traits, which arise from almost identical lines generated by anther cultures. These lsSNPs will serve as molecular markers to map and clone genes that will distinguish its progenitor (mother line) and its anther culture siblings.
Conclusions
The genetic diversity between the mother cultivar and its descendants obtained from anther cultivars was analyzed by revealing DNA polymorphisms, including single nucleotide polymorphisms, insertions and deletions among the five Korean rice accessions. The analysis estimated differences in genomic sequences between accessions using the frequency and distribution of SNPs in the genome, the five genes that had the largest number of SNPs in the coding regions and lsSNPs. The lsSNPs will be useful to select candidate SNPs that could have been associated with unique phenotypes or agronomical traits in each accessions. Furthermore, DNA polymorphisms will provide an invaluable resource to identify molecular markers and genes associated with diverse traits of agronomical importance.
Methods
Sample preparation and sequencing
Genomic DNA was extracted from five Korean rice accessions, including three anther culture lines (BLB, HY-04, 
Mapping of reads and SNP detection
A large number of paired-end reads were assembled on to genomic sequences of the japonica rice cultivar Nipponbare using CLC Assembly Cell (ver. 3.2.2, http:// www.clcbio.com) with the following parameters: alignment mode, local; similarity, 95%; HSP coverage 100%; gap cost, 3; deletion cost, 3; and mismatch cost, 2. SNPs were detected by comparison alignment with the Nipponbare sequence as a reference. To classify whether mismatches were sequencing errors or genomic variations, parameters were set as follows: minimum depth, 30; minimum variant frequency, 35%; least mismatch count, 20; and homo/heterozygote fold change, 2. RAP-DB was utilized to locate the discovered SNPs. SNPs were annotated as genic and intergenic based on positional information from the genome. DNA polymorphisms in genic regions were classified as coding sequence (CDS), untranslated regions (UTRs), and introns. DNA polymorphisms in the coding region were separated into synonymous SNPs and non-synonymous SNPs by amino acid substitutions. Also, SNPs were classified into two types, homozygous and heterozygous SNPs, based on the mismatch frequency if more than two bases shared the identity position.
Comparison between SNPs and dbSNP
To get the specific variation information, we compared the potential SNPs in four accessions with the dbSNP. As the reference SNP (refSNP) position information of O. sativa provided on dbSNP is based on genome build 3. We redefined the SNP position information based on build 5. To update the refSNP to genome build 5, we reconstructed the refSNP position information based on 4,521,605 refSNPs reported in dbSNP (Table 5) . Our results show that 3,985,423 refSNPs (88%) were updated with unique positions in the genome sequence, while about 12% of the refSNPs positions could not be confirmed because they mapped to multiple locations or were not mappable (Table 6 ). We were able to successfully update to genome build 5 when considering approximately 12% of undefined rsSNPs had no information of unique genome positions in genome build 3. Using the redefined dbSNP, we analyzed whether the detected SNPs were novel SNPs or common SNPs already reported in the dbSNP.
Functional study
To estimate the functional relationship of the SNPs with genes, we performed the three analyses. First, the five genes that had the highest number of SNPs within a genic region were selected and the functions of genes were compared between each accession. Second, genes were functionally classified based on Gene Ontology (GO; http://www.geneontology.org/). Finally, the lsSNPs were classified as those not previously reported in the dbSNP. Unique SNPs were detected in each accession.
Abbreviations refSNP: Reference SNP; lsSNP: Line-specific SNP; cSNP: SNP within coding region; nsSNP: Non-synonymous SNP.
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